Quantitative characterizations of proteome: dependence on the number of proteins considered.
We consider the sensitivity of numerical characterizations of proteome on the number of proteins considered in the analysis. We examined data on proteomics maps belonging to the liver cells of mice subject to four proliferators. We varied the number of proteins considered for quantitative analysis from 25 up to 1000 proteins. For each case, we have compared the similarity/dissimilarity results when different number of proteins has been considered. We found that proteins maps based on a set of about 300 most abundant proteins spots suffice for satisfactory numerical characterization of corresponding proteome.